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Abstract: [ Objective ] To study the utilization of isolation culture and PCR in the identification of sulfate-reducing
bacteria subgroups. [ Methods ] Isolation culture and PCR were performed to analyze sulfate-reducing bacteria subgroups in
the sediment of Lake Aha in Guizhou Province and a purified strain identified from the sample. [ Results ] Desulfotomaculum,
Desulfococcus— Desulfonema-Desulfosarcina and Desulfobulbus were detected in the sample. The purified strain was demonstrated

preliminarily be Desulfobulbus and the morphologic characteristic of the strain is congruous with Desulfobulbus. [ Conclusion | The

analysis and identification of sulfate-reducing bacteria subgroups can be achieved by isolation culture and PCR.
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Table 1 16S tDNA~targeted PCR primer sequences specific for SRB subgroups

ElL7) HBA R JFFI(5-3 )%+ Rtk PR B
Primer Target site* Sequence( 5'-3" ) ** Specificity Length of product( bp )
DFM140 140 + 158 TAG MCY GGG ATA ACR SYK G Group 1 700
DFM842 842 + 823 ATA CCC SCW WCW CCT AGC AC X
DBB121 121 + 142 CGC GTA GAT AACCTG TCY TCA TG Group 2 1120
DBB1237 1237+1215 GTA GKA CGT GTG TAG CCC TGG TC
DBM169 169+ 183 CTA ATR CCG GAT RAA GTC AG Group 3 840
DBM1006 1006 + 986 ATT CTC ARG ATG TCA AGT CT
DSB127 127 + 148 GAT AAT CTG CCT TCA AGC CTG G Group 4 1150
DSB1273 1273 + 1252 CYY YYY GCR RAG TCG STG CCCT
DCC305 305 + 327 GAT CAG CCA CACTGG RACTGA CA Group S 860
DCC1165 1165+ 1144 GGG GCA GTATCT TYA GAG TYC
DSV230 230 + 248 GRG YCY GCGTYY CATTAG C Group 6 610
DSV838 838+ 818 SYC CGR CAY CTA GYR TYC ATC

[ 9] *: 16SDNA positions; E. coli numbering; **: Ambiguities: R(GorA); Y(CorT); K(GorT); M(AorC) S(GorC); W(AorT),
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Figure 1 Colony morphology of sulfate-reducing bacteria 1solation and

purification culture
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% B ; M: DNA Marker( A: Isolation culture; B: Purification
culture; C: Liquid enrichment; D: E.coli; E: Desulfotomaculum;
M: DNA Marker )
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Figure 2 PCR products of Desulfotomaculum
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A: &R B AR C R EA; D AW%REE; E:
Mis ot # B M: DNA Marker (A: Isolation culture; B: Purification
culture; C: Liquid enrichment: D: E.coli; E: Desulfococcus-
Desulfonema-Desulfosarcina ; M: DNA Marker )
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Figure 3 PCR products of Desulfococcus-Desulfonema-Desulfosarcina
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A 2 BEESR; B Mk C: AERHER; D AB%RAE; E
M %% T # /B; M: DNA Marker( A: Isolation culture; B: Purification
culture; C: Liquid enrichment: D: E.coli; E: Desulfobulbus; M:
DNA Marker )
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Figure 4 PCR products of Desulfobulbus
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